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Abstract: Objective To explore the expression of SLC2A1 and its clinical significance in lung adenocarcinoma. Methods Data
about SLC2A1 were retrieved from the Oncomine and TCGA database, then the role of SLC2AL1 in lung adenocarcinoma was mined
and analyzed. Results Totally 448 different types of cancer studies about the expression of SLC2A1 were identified in the Oncomine
database. The SLC2AL expression was statistically significant in 47 of the studies, over-expressed in 43 (8 in lung adenocarcinoma)
and under-expressed in the other 4 (0 in lung adenocarcinoma). Eight datasets from eight different studies with 786 samples, addressed
the expression of SLC2A1 in lung adenocarcinoma and normal tissues. The expression of SLC2A1 was significantly higher in the
cancer than in the normal tissues (P < 0.05). In addition, immunohistochemistry showed that SLC2A1 was highly or moderately
expressed in lung adenocarcinoma tissues, while it was weakly or negatively expressed in normal tissues. Furthermore, through mining
and analyzing the data from TCGA database, the prognostic data showed a higher total mortality rate in the patients with higher
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SLC2A1 expression than in those with a lower expression (P << 0.05). Conclusion

SLC2A1 is over-expressed in lung

adenocarcinoma, and its expression is associated with the prognosis of lung adenocarcinoma, which may be used as an important target

of medication for lung adenocarcinoma in the clinic.
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Fig. 5 Relationship between the expression of SLC2A1 and
the prognosis of lung adenocarcinoma
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